Introduction
The Hardy-Weinberg equilibrium (HWE) for heterozygote deficit was tested with GENEPOP 4.0.10 231 [40] [41] , and the presence of null alleles at each loci was estimated with FREENA [42] . Finally, we 232 evaluated the effective population size (N E ) using NEESTIMATOR 2.1 [43] considering the linkage 233 disequilibrium method with the lowest allele frequency at a critical level of 0.05, and the jackknife 234 method to evaluate the 95% of confident interval (CIs) as recommended [44] .
236
To test a possible bottleneck event, we compared the levels of H e excess related to the expected 237 equilibrium heterozygosity (H eq ) using BOTTLENECK 1.2.02 [45] [46] . Two models of mutational 238 equilibrium were considered: a mutational stage model (SMM) and a two-phase model (TPM), 239 with 95% of the mutation assumed in a single step for the TPM model and a variance among 240 multiple steps of 12 as recommended [46] . Significance was evaluated from the one-tailed 241 Wilcoxon rank test which is more appropriate and powerful for less than 20 microsatellites [46] . 242 Bottleneck event will be considered only if both models (SMM and TPM) are significant. To determine the level of genetic differentiation between the UMA and the wild population, the 247 values of F ST was estimated with GENALEX 6.502. To identify the genetic structure between the 248 UMA and the wild population, the Bayesian analysis implemented in STRUCTURE 2.3.1 [47] was 249 applied. This method allows to determine the optimal number of groups/clusters (K) and assign to 250 each individual a membership probability (q i ) to new clusters. The admixture and allele correlated 251 frequency models were used. To determine the optimal number of clusters, the program was 252 executed ten times for different numbers of K (K from 1 to 5), and for each run the Markov Chain Monte Carlo (MCMC) algorithm was executed with a burn-in period of 100,000 steps followed by 254 100,000 steps. We used the Evanno method (ΔK method; [48]), implemented in the STRUCTURE 255 HARVESTER website [49] to determine the best value of K that fit with our data. Because this 256 method assigns individuals by force to the number of clusters considered at optimal, we decided to 257 conduct a principal coordinate analysis (PCoA) to investigate genetic structure without a priori 258 assignment. Finally, a hierarchical analysis of molecular variance (AMOVA; 9,999 permutations) 259 was processed considering region level (UMA vs wild populations) and population level (different 260 wild localities) using allelic distance matrix as input. Those ultimate analyses (PCoA and 261 AMOVA) were conducted using GENALEX 6.502. (Table 1) , we decided to eliminate them and make the following analysis only 290 considering the 10 loci without null alleles. Genotyping error rates could be considered null 291 (average allelic dropout rate of 0% and average false allele rate of 0%; because the errors were not 292 significant) when compared with other studies (see Table 4 in [51]). The dominant percentage of a group that is assigned to one cluster is indicated in bold. for FS (green in Fig 5) , and 0.536 (± 0.046SD, min = 0.500, max = 0.611) for PO (red in Fig 5) .
384
When the likelihood ratio test was applied to compare the putative relationship (highest value of 385 likelihood) with the alternative ones proposed by the confidence interval, we obtained: 91.0% of 386 U, 7.5% of HS, 1.4% of FS, and 0.1% of PO for the same dataset (a total of 85 pairs of individuals 387 presented half-sibling or greater kinship relation), also with a highly variable relatedness 388 coefficient ( Fig 5, hatched color histogram) with a mean of 0.060 (± 0.085SD, min = 0.000, max 389 = 0.500) for U (blue in Fig 5) , 0.342 (± 0.067SD, min = 0.228, max = 0.511) for HS (yellow in Fig   390   5 ), 0.509 (± 0.099SD, min = 0.340, max = 0.625) for FS (green in Fig 5) , and for PO only one data 391 (red in Fig 5) . Table 4 ) and subsequently, we looked at which 404 of these relationship could be changed to unrelated considering the likelihood ratio test results
405
(letters of kinship relation type in grey in Table 4 ). From 73 female founders of the UMA, only 19 406 have no strict kin relationship with the 13 males (females highlighted in grey in Table 4 ). All other 407 females present a minimum of one kin relationship with the male founders of the UMA. Only three kinds of relationship are indicated: Half-sibling (HS), full-sibling (FS), and parent-offspring (PO) meaning that when a pair 412 has no indication it is unrelated. Pedigree indicated in bold corresponds to result of highest likelihood prediction while the grey color indicates that this pedigree changed to unrelated after we applied the likelihood ratio test. Females highlighted in grey have no kin 414 relationship with the 13 males. For all individuals, homozygosity (HL) is given as informative and values above 0.5 are indicated in bold. 
Discussion

